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Standard deviations are shown with straight bars. with 'empty', 'bindable', and 'bound' in eA 3 B 3 (grey) with relevant amino acid residues.
Tight (1) Tight ( Numbers in parentheses are for the highest resolution shell.
I / σ(I), intensity divided by error of intensity; R, residual factor The values were calculated using Cα atoms. The values were calculated using Cα atoms.
